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SEQUENCE LISTING 

<110> Paradigm Therapeutics Limited 
5 <120> Receptor 
<130> P11369GB 

10 <160> 5 

<170> SeqWin99, version 1.02 

<210> 1 
15 <211> 1478 
<212> DNA 
<213> Homo sapiens 

<400> 1 

20 cctggcagga gaatttgaaa gggtgcccca aaggacaatc tctaaagggg taagggagat 60 

acctaccttg tctggtaggg gagatgtttc gttttcatgc tttaccagaa aatccacttc 12 0 

cctgccgacc ttagtttcaa agcttattct taattagaga caagaaacct gtttcaactt 180 

gaagacaccg tatgaggtga atggacagcc agccaccaca atgaaagaaa tcaaaccagg 240 

aataacctat gctgaaccca cgcctcaatc gtccccaagt gtttcctgac acgcatcttt 300 

25 gcttacagtg catcacaact gaagaatggg gttcaacttg acgcttgcaa aattaccaaa 360 

taacgagctg cacggccaag agagtcacaa ttcaggcaac aggagcgacg ggccaggaaa 420 

gaacaccacc cttcacaatg aatttgacac aattgtcttg ccggtgcttt atctcattat 480 

atttgtggca agcatcttgc tgaatggttt agcagtgtgg atcttcttcc acattaggaa 54 0 

taaaaccagc ttcatattct atctcaaaaa catagtggtt gcagacctca taatgacgct 600 

30 gacatttcca tttcgaatag tccatgatgc aggatttgga ccttggtact tcaagtttat 660 

tctctgcaga tacacttcag ttttgtttta tgcaaacatg tatacttcca tcgtgttcct 720 

tgggctgata agcattgatc gctatctgaa ggtggtcaag ccatttgggg actctcggat 78 0 

gtacagcata accttcacga aggttttatc tgtttgtgtt tgggtgatca tggctgtttt 840 

gtctttgcca aacatcatcc tgacaaatgg tcagccaaca gaggacaata tccatgactg 900 

35 ctcaaaactt aaaagtcctt tgggggtcaa atggcatacg gcagtcacct atgtgaacag 960 

ctgcttgttt gtggccgtgc tggtgattct gatcggatgt tacatagcca tatccaggta 1020 

catccacaaa tccagcaggc aattcataag tcagtcaagc cgaaagcgaa aacataacca 1080 

gagcatcagg gttgttgtgg ctgtgttttt tacctgcttt ctaccatatc acttgtgcag 1140 

aattcctttt acttttagtc acttagacag gcttttagat gaatctgcac aaaaaatcct 1200 

40 atattactgc aaagaaatta cacttttctt gtctgcgtgt aatgtttgcc tggatccaat 1260 

aatttacttt ttcatgtgta ggtcattttc aagaaggctg ttcaaaaaat caaatatcag 1320 

aaccaggagt gaaagcatca gatcactgca aagtgtgaga agatcggaag ttcgcatata 1380 

ttatgattac actgatgtgt aggcctttta ttgtttgttg gaatcgatat gtacaaagtg 1440 

taaataaatg tttcttttca ttatccttaa aaaaaaaa 1478 



45 



50 



<210> 2 

<211> 1077 

<212> DNA 

<213> Homo sapiens 



<400> 2 

atggggttca acttgacgct tgcaaaatta ccaaataacg agctgcacgg ccaagagagt 60 

cacaattcag gcaacaggag cgacgggcca ggaaagaaca ccacccttca caatgaattt 120 

gacacaattg tcttgccggt gctttatctc attatatttg tggcaagcat cttgctgaat 180 

55 ggtttagcag tgtggatctt cttccacatt aggaataaaa ccagcttcat attctatctc 240 
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aaaaacatag tggttgcaga cctcataatg acgctgacat ttccatttcg aatagtccat 

300 

gatgcaggat ttggaccttg gtacttcaag tttattctct gcagatacac ttcagttttg 360 

ttttatgcaa acatgtatac ttccatcgtg ttccttgggc tgataagcat tgatcgctat 420 

5 ctgaaggtgg tcaagccatt tggggactct cggatgtaca gcataacctt cacgaaggtt 4 80 

ttatctgttt gtgtttgggt gatcatggct gttttgtctt tgccaaacat catcctgaca 540 

aatggtcagc caacagagga caatatccat gactgctcaa aacttaaaag tcctttgggg 600 

gtcaaatggc atacggcagt cacctatgtg aacagctgct tgtttgtggc cgtgctggtg 660 

attctgatcg gatgttacat agccatatcc aggtacatcc acaaatccag caggcaattc 720 

10 ataagtcagt caagccgaaa gcgaaaacat aaccagagca tcagggttgt tgtggctgtg 780 

ttttttacct gctttctacc atatcacttg tgcagaattc cttttacttt tagtcactta 840 

gacaggcttt tagatgaatc tgcacaaaaa atcctatatt actgcaaaga aattacactt 900 

ttcttgtctg cgtgtaatgt ttgcctggat ccaataattt actttttcat gtgtaggtca 960 

ttttcaagaa ggctgttcaa aaaatcaaat atcagaacca ggagtgaaag catcagatca 1020 

15 ctgcaaagtg tgagaagatc ggaagttcgc atatattatg attacactga tgtgtag 1077 

<210> 3 

<211> 358 

<212> PRT 

20 <213> Homo sapiens 

<400> 3 

Met Gly Phe Asn Leu Thr Leu Ala Lys Leu Pro Asn Asn Glu Leu His 
15 10 15 

25 

Gly Gin Glu Ser His Asn Ser Gly Asn Arg Ser Asp Gly Pro Gly Lys 
20 25 30 

Asn Thr Thr Leu His Asn Glu Phe Asp Thr lie Val Leu Pro Val Leu 
30 35 40 45 

Tyr Leu lie lie Phe Val Ala Ser lie Leu Leu Asn Gly Leu Ala Val 
50 55 60 

35 Trp lie Phe Phe His lie Arg Asn Lys Thr Ser Phe lie Phe Tyr Leu 
65 70 75 80 

Lys Asn lie Val Val Ala Asp Leu lie Met Thr Leu Thr Phe Pro Phe 
85 90 95 

40 

Arg lie Val His Asp Ala Gly Phe Gly Pro Trp Tyr Phe Lys Phe lie 
100 105 110 

Leu Cys Arg Tyr Thr Ser Val Leu Phe Tyr Ala Asn Met Tyr Thr Ser 
45 115 120 125 

lie Val Phe Leu Gly Leu lie Ser lie Asp Arg Tyr Leu Lys Val Val 
130 135 140 

50 Lys Pro Phe Gly Asp Ser Arg Met Tyr Ser lie Thr Phe Thr Lys Val 
145 150 155 160 

Leu Ser Val Cys Val Trp Val lie Met Ala Val Leu Ser Leu Pro Asn 
165 170 175 

55 
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lie lie Leu Thr Asn Gly Gin Pro Thr Glu Asp Asn lie His Asp Cys 
180 185 190 

Ser Lys Leu Lys Ser Pro Leu Gly Val Lys Trp His Thr Ala Val Thr 
5 195 200 205 

Tyr Val Asn Ser Cys Leu Phe Val Ala Val Leu Val lie Leu lie Gly 
210 215 220 

10 Cys Tyr lie Ala lie Ser Arg Tyr lie His Lys Ser Ser Arg Gin Phe 
225 230 235 240 



15 



30 



lie Ser Gin Ser Ser Arg Lys Arg Lys His Asn Gin Ser lie Arg Val 
245 250 255 

Val Val Ala Val Phe Phe Thr Cys Phe Leu Pro Tyr His Leu Cys Arg 
260 265 270 



lie Pro Phe Thr Phe Ser His Leu Asp Arg Leu Leu Asp Glu Ser Ala 
20 275 280 285 

Gin Lys lie Leu Tyr Tyr Cys Lys Glu lie Thr Leu Phe Leu Ser Ala 
290 295 300 

25 Cys Asn Val Cys Leu Asp Pro lie lie Tyr Phe Phe Met Cys Arg Ser 
305 310 315 320 



Phe Ser Arg Arg Leu Phe Lys Lys Ser Asn lie Arg Thr Arg Ser Glu 
325 330 335 

Ser lie Arg Ser Leu Gin Ser Val Arg Arg Ser Glu Val Arg He Tyr 
340 345 350 



Tyr Asp Tyr Thr Asp Val 
35 355 

<210> 4 

<211> 1160 

<212> DNA 

40 <213> Mus musculus 

<400> 4 

^tggggctca acttgacgct tacaaaatta ccaggtaatg agctgtacag ccaagcaagt 60 

cacactgcaa acagcacaag tgagggacat gggaagaact ctaccctgca caacaaattt 120 

45 gacaccatca tcctgccagt gctttaccta gttatctttg tggcaagcat cctgctgaac 180 

ggtctggccg tgtggatctt cttccacatt cggaataaaa ccagcttcat attttatctc 240 

aaaaatatag tggtagctga cctcatcatg accctgacat tcccattccg aatagtccgt 3 00 

gatgcaggat tcggaccttg gtacttcgag tttatcctct gcagatacac ctcagttttg 360 

ttctatgcaa acatgtatac atctatcgtg tttcttgggc tgatcagtgt tgatcggtat 420 

50 ctaaaggtgg taaagccctt tggtgactct cgcatgtaca gcataacctt caccaaagtt 480 

ttatcagttt gtgtttgggt gatcatggct attctgtcct tgccaaacat catactgact 540 

aatgggcagc caactaagga aaatattcat gactgcatga aactcaaaag tccgctggga 600 

gccaagtggc atatggctgt cacctatgtg gacagctgtt tgtttgtggc cgtgctggtg 660 

atcctgattg gatgctacat agccatctcc agatacatcc acaaatccag caggcaattc 720 

55 ataagccaat cgagccggaa gcgaaagcac aaccagagca tccgcgtggt cgtggctgtg 780 
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ttttttacct gcttcctccc gtatcacttg tgcagaatcc cctttacctt cagtaactta 

840 

gacaggcttc tggatgaatc agcacataaa atcctctact attgcaaaga aatgacactt 900 

ttcttgtctg cgtgcaacgt gtgcctggat ccgataattt attttttcat gtgtaagtca 960 

5 ttttcaagaa ggttattcaa gaaatcaaac ataagaacca ggagcgaaag catcaggtcg 102 0 

ctgcaaagcg tccgaagatc agaagtgcgc atctattatg actacactga tgtgtaagga 1080 

ctagaggcca gggacccttt tctattggaa tcagtatgta aaagagtgta aataaatgtt 1140 

tctttttatt atcttggctg 1160 

10 <210> 5 

<211> 358 

<212> PRT 

<213> Mus tnusculus 

15 <400> 5 

Met Gly Leu Asn Leu Thr Leu Thr Lys Leu Pro Gly Asn Glu Leu Tyr 
15 10 15 

Ser Gin Ala Ser His Thr Ala Asn Ser Thr Ser Glu Gly His Gly Lys 
20 20 25 30 

Asn Ser Thr Leu His Asn Lys Phe Asp Thr lie lie Leu Pro Val Leu 
35 40 45 

25 Tyr Leu Val lie Phe Val Ala Ser lie Leu Leu Asn Gly Leu Ala Val 
50 55 60 

Trp lie Phe Phe His lie Arg Asn Lys Thr Ser Phe lie Phe Tyr Leu 
65 70 75 80 



30 



45 



Lys Asn lie Val Val Ala Asp Leu lie Met Thr Leu Thr Phe Pro Phe 
85 90 95 



Arg lie Val Arg Asp Ala Gly Phe Gly Pro Trp Tyr Phe Glu Phe lie 
35 100 105 110 

Leu Cys Arg Tyr Thr Ser Val Leu Phe Tyr Ala Asn Met Tyr Thr Ser 

115 120 125 

40 He Val Phe Leu Gly Leu He Ser Val Asp Arg Tyr Leu Lys Val Val 

130 135 140 



Lys Pro Phe Gly Asp Ser Arg Met Tyr Ser He Thr Phe Thr Lys Val 

145 150 155 160 

Leu Ser Val Cys Val Trp Val He Met Ala He Leu Ser Leu Pro Asn 

165 170 175 



He He Leu Thr Asn Gly Gin Pro Thr Lys Glu Asn He His Asp Cys 
50 180 185 190 

Met Lys Leu Lys Ser Pro Leu Gly Ala Lys Trp His Met Ala Val Thr 
195 200 205 

55 Tyr Val Asp Ser Cys Leu Phe Val Ala Val Leu Val He Leu He Gly 
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210 215 220 

Cys Tyr lie Ala lie Ser Arg Tyr lie His Lys Ser Ser Arg Gin Phe 
225 230 235 240 

5 

He Ser Gin Ser Ser Arg Lys Arg Lys His Asn Gin Ser He Arg Val 
245 250 255 

Val Val Ala Val Phe Phe Thr Cys Phe Leu Pro Tyr His Leu Cys Arg 
10 260 265 270 

He Pro Phe Thr Phe Ser Asn Leu Asp Arg Leu Leu Asp Glu Ser Ala 
275 280 285 

15 His Lys He Leu Tyr Tyr Cys Lys Glu Met Thr Leu Phe Leu Ser Ala 
290 295 300 

Cys Asn Val Cys Leu Asp Pro He He Tyr Phe Phe Met Cys Lys Ser 
305 310 315 320 

20 

Phe Ser Arg Arg Leu Phe Lys Lys Ser Asn He Arg Thr Arg Ser Glu 
325 330 335 

Ser He Arg Ser Leu Gin Ser Val Arg Arg Ser Glu Val Arg He Tyr 
25 340 345 350 

Tyr Asp Tyr Thr Asp Val 
355 



30 SEQ ID NO: 6 Fusion protein of human Mowgli ( seq ID No 3) with V5 and His tags atc- 
terminal end. 

MGFNLTLAKiPNNELHGQESHNSGNRSDGPGKNTTLHNEFDTIVLPVL^ 
NGLAVWIFFHIRNKTSFIFYLKNIVVADLMTLTFPFRI\^DAGFGPWYF^ 
VLFYANMYTSIVFLGLISIDRYLKVVKPFGDSRMYSITFTKVLSVCVWIMAVLSL^^ 
35 ILTNGQPTEDNIHDCSKLKSPLGVKWHTAVTYVNSCLFVAVLVILIGCYIAISRYIHKS 
SRQFISQSSRKRKHNQSIRVVVAVFFTCFLPYHLCRIPFTFSHLDRLLDESAQKILYYCK 
EITLFLSACNVCLDPnYFFMCRSFSRRLFKKSNIRTRSESIRSLQSVRRSEVRIY^ 
VRAIRELGKPIPNPLLGLDSSHHHHHH 



40 SEQ ID NO: 7 

TAATATGCTAGCAGAATGGGGTTCAACTTGACGCTTGCAAAATTACCAAATAACG 
AGCTGCACGGCCAAGAGAGTCACAATTCAGGCAACAGGAGCGACGGGCCAGGAA 
AGAACACCACCCTTCACAATGAATTTGACACAATTGTCTTGCCGGTGCTTTATCTC 
ATTATATTTGTGGCAAGCATCTTGCTGAATGGTTTAGCAGTGTGGATCTTCT^ 
45 CATTAGGAATAAAACCAGCTTCATATTCTATCTCAAAAACATAGTGGTTGCAGAC 
CTCATAATGACGCTGACATTTCCATTTCGAATAGTCCATGATGCAGGATTTGGAC 
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CTTGGTACTTCAAGTTTATTCTCTGCAGATACACTTCAGTTTTGTTTTATGCAAAC 
ATGTATACTTCCATCGTGTTCCTTGGGCTGATAAGCATTGATCGCTATCTGAAGGT 

GGTCAAGCCATTTGGGGACTCTCGGATGTACAGCATAACCTTCACGAAGGTTTTA 
TCTGTTTGTGTTTGGGTGATCATGGCTGTTTTGTCTTTGCCAAACATCATCCTGAC 
5 AAATGGTCAGCCAACAGAGGACAATATCCATGACTGCTCAAAACTTAAAAGTCCT 
TTGGGGGTCAAATGGCATACGGCAGTCACCTATGTGAACAGCTGCTTGTTTGTGG 
CCGTGCTGGTGATTCTGATCGGATGTTACATAGCCATATCCAGGTACATCCACAA 
ATCCAGCAGGCAATTCATAAGTCAGTCAAGCCGAAAGCGAAAACATAACCAGAG 
CATCAGGGTTGTTGTGGCTGTGTTTTTTACCTGCTTTCTACCATATCACTTGTGCA 
10 GAATTCCTTTTACTTTTAGTCACTTAGACAGGCTTTTAGATGAATCTGCACAAAAA 
ATCCTATATTACTGCAAAGAAATTACACTTTTCTTGTCTGCGTGTAATGTTTGCCT 
GGATCCAATAATTTACTTTTTCATGTGTAGGTCATTTTCAAGAAGGCTGTTCAAAA 
AATCAAATATCAGAACCAGGAGTGAAAGCATCAGATCACTGCAAAGTGTGAGAA 
GATCGGAAGTTCGCATATATTATGATTACACTGATGTGTAGAAGCTTTTTATA 



SEQ ID NO: 8 

MGFNLTLAKLPNl^LHGQESHNSGNRSDGPGKNTTLHNEFDTIVLPVLYLnFVASILL 
NGLAVWIFFHIRNKTSFIFYLKNIWADLIMTLTFPFRIVHDAGFGPWYFKFILCRYTS 
VLFYANMYTSIVFLGLISIDRYLKVVKPFGDSRMYSITFTKVLSVCVWVIMAVLSLPNI 
20 ILTNGQPTEDNIHDCSKLKSPLGVKWHTAVTYVNSCLFVAVLVILIGCYIAISRYIHKS 
SRQFISQSSRKRKHNQSIRVWAVFFTCFLPYHLCRIPFTFSHLDRLLDESAQKILYYCK 
EITLFLSACNVCUDPIIYFFMCRSFSRRLFKKSNIRTRSESIRSLQSVRRSEVRIYYDYTD 
V DYKDDDDK 



25 SEQ ID NO:10: Mouse Genomic Locus from 5'prF to 3'prR.3 



15 



Sequence Range: 46601 to 54800 



30 



j 46700 

iUUUVGGATCCTACAAGGGCCATrCn"ACCATGGATTTGACACCCTATAAT^ 
TTTTCCTAGGATGTTCCCGGTAACATGGTAOT'AAACTGTGGGATATTAAATATGTI^^ 



35 




40 



46900 

ATCACTCCCACTCCAACTGCATACAAAAGAGACTCTAAGAGTAAATGGACACATTACaiC^ 
TAGTGAGGGTGAGGTTCACGTA lXJm ' I 'CTCTGAGATTCTCA 



45 



50 




55 



CaTGGAGTCTGCTATCrGGTATGTGT A TGTGT G AGTGTOP^^ 
(H'ACXnXIACACGATAGACCATACACATACACACrCACACACACACATGTCC^ 
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47200 

AATCATCACTCTGTACTAAACCGTGTCATATGCAGG 

TTAGTAGTGAGACTVTGATTTGGCACAGTATACGTCCXrrAACGGTAGGATTACTT^ 

47300 

CAATGAATTACCAAGCCATGGATCATTCAAGGAGGTCCCTAAATTGGCCACAATC^^ 
GTTACITAATGGTTCGGTACCTAGTAAGTTCCTCCAGGGATTTAACCGGTCn^ 

47400 

TTCCATTTAATGACTGATGTTCCTAAGTAGGTCAAGATGCAAGCXri^ 
AAGGTAAATTACTC^CTACAAGGATTCATCCACTTCrACGTTaS^ 

47500 

GCAGGGAAGAAAGAACAGGAGGCTGGCTTACTTCAACAACACACAAGCCACCrrAAGCT^^ 

anx:c cviLTiwn^ix: cTcasAccGAATGAAU'nxyr ^ ^ 

47600 

CCTrAGGAGCCATGGTlX7rCIXX:CACTGCATCTGCAAAATTGCCa«^^ 
GGAATCCTCGGTACXaACAGACGGTGACGTAGACGTTTTAACGGGTCTT^ 

47700 

GAATGAAGTAATAACCAGGGTTAG<XrrC5ATCCCATGGACCTGGA(H«3GCCAATACT^^ 
CTTACTTCATTATTGGTCCCAATCCGACTAGGGTACCTGGACCTCTCCGGT^ 

47800 

ACACAACAGCAAACAGACATAGACTGTCntlAGAGCCGCAAACAGGTCGAGAGCCACTGGGAAGT^ 
TGTGTTGTCGTTTCnXTOrATCTGACAGAGTCnmXXnTT^^ 

47900 

TCTGCrrrCTTITGGTTCrTItaVTATGTCT 

AGAOIAAAGAAAACCAACAAACTATACAGATAAATCAGAACAATCXXTCAAAAAaU^ 

48000 

ATAGAATTCTTCTtaTATTATC»TTGAAGACTGCCTTTAATATTAACT 
TATCTTAAGAAGACTATAATACTAACTTCTGACGGAAATTATAATIXjATGTTAT^^ 

> 
I 

I 48100 
GCCTTGGATGATGATGATGATAATGATGATATTAAATGGAAGACACAAATCrACCAGAAA 
C(X3AACCTACTACTACTACTATTACTACTATAATrrACCTTCTGTGTTTAGATOT 

48200 

ACACAGACCCAGGTTGCTAATGCTAACAGCTGTAATACCCCATCCCCAGGAGGATAAAGCTATTGAATT^ 
TGTGTCTGGGTCCAACGATTACGATTGTCGACATTATGGGGTAGGGGTC 

48300 

ACTCCTATCTGATTGCTACAACACACAGCCATCCTTTau^GAGAT^ 
TC5AGGATAGACTAACGATGTTGTGTGTCGGTAGGAAAGTT<nCTACTGTAGT^ 

<188R 

I 48400 

ArrriXSAATGAACCGACCGACATAAGGGGATTCTCGTGATAGGTGTCGTT^ 

48500 

ATCTAAAGCTCACTAAAGCTGTACTTCITACCCTTTG^ 
TAGATTTCGAGTGATTTCGAOITGAAQUVTGGGAAACTTCCCGAAGTT^^ 

48600 

TAAGTCAATACAGGCCTCCATGGTATGTTCAAGGCAACATGTCAAGCGGGAAGCTCC^^ 
ATTCAGITATGTCCGGAGGTACCATACAAGTTCCGTTGTACAGTTC^ 

48700 

AATACCATCAGTCTCGCAACAGGCTAGCAGAGGTATAAATTACTACCCIOT 
TTATGGTAGTCAGAGarrTGTCCGATCGTCTCCATATrTAATGATGGGACAT^ 

48800 

ATGGAAGGGGGGAAATGATGAGAGAAGGAGCGAGCTCCTGAGGAAGCCATGCTCTt^ 
TACCTTCCCCECTTTACTACTCTCTTCCTCGCTCGAGGA 

48900 

CAGCACrnXCTTTCCCATTTGACTACTTCAACXSAA^ 
GTCGTGACGGAAAGGGTAAACTGATGAA(?rTCCTTrCT^^ 

49000 

AAATATaK?rTCGAAGCTC»GATAAAGTXaiGGTTCTTATGWXr^ 
TTTATAGCCAAGCTTCGACTtnATTrCACTCCAAGAATAC^^ 

49100 

TTGTAAGCTGTGATAGTTTATGATGTCTA CAAAAAC aUSATGACAAAATGT^^ 
AACATTaauaCTATCAAATACTACAGA lX»Tm ' AXJiVrALnt»T^ ^ ^ 

49200 

TtrrAGAGGGAGGGAGCTTCCAGAACATCAAGTTCCTCAGaiGGG^ 
ACATCTCCCTCCCTaaAAGGTCritn-AGTTCAAQGACn^^ 

49300 

TQGCTAGCCAGGTGGGOG(5GCCCAGCAGCXXXa«SACTCTACT^^ 



49400 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 
85 
90 



ACATCAGAAAGAGTGGCGATGGTCCAAGGCACAGACTJUU^GCPGTGCATCCCT^ 
TGTAC»"lVmVlX:ACax:TACCAGGTTCCG TG TCTGATTTaS^ 

49500 

IXKrnx:AAAAACCAAATGCCCACATGCCATCTCATTAAATAAGAGTGTCGTGAl^ 
ACGACGTTTTTGGTTrACGGGTGTACGGTAGAGTAATTTATTCTCACAGC^ 

49600 

ACTTrGCAAATTCATACTAAGAACGGCGGGTATAATCTAATCTTGTAAATAAC^ 
TCaUUVanTTAAGTATGATTtrnXXXrCCCCATATTAGAT^ 

49700 

GATAATAAACTTGAACACTAACAGAAAGGTAAAAATCAATTrTATACCAACTrACAGAGACT^^ 
CTATTATrTCAACTTGTGATTGTCTTTCCATITrTAGT^^ 

49800 

CTGTATCTGACAGCATAATCTGTGTAGATGATTATAATCCCC^^ 
GACATAQACrrGTCGTATTAGACACATCrACTAATATTAGGGGTTTGTCTAGAGGA 

AAAAGAATCTGCAAGGTAAATCTAGCTCTGCnTGGGAC(nTC^^ 
'iTriX:n'AGACGTTCCATTTAGATCGAGAG6AACCXrrGCAAGCAGG 

50000 

ATTTCTAACAACGGTCCCTACXn'AATOTCAGGAAAaUX^^ 
TAAAGATIXnrGCCaGGGATGCATTAGGAGTCCTTTXnXXX^^ 

50100 

TGCAGGTATTGGTAGAGGGACGGACTGGgrCAAAGGATACACTGATACaATCC^ 
ACGTCCATAACCATCTCCCTGCCTGACCCAGTTTCCTATGT^ 

50200 

CCTCAAGTATTXKnX^GTCTATGTGTACCAATATCCAATGTKyuVCTAA^ 
GGAGTTCATAACCACTXAGATACACATGGTTATAGGTTACAACTTGAITIVIX^ 

50300 

GAGACTCAAAGGATCTTGAAATGTGAGGAAAGGGAATCCCCATTTATTTGGCC^ 
CTCTGAGTTTCCTAGAACTTTACACTCCnTTCCCITAGGGCT 

> 
I 

I 50400 
CAGTGGCTGGAGAGATGGCCTAGAGGTTATGAGTGCTTCAGACTCTTCC^^ 
GTCACCGACCTCTCTACCGGATCTCCAATACTCACGAAGTCTGAGAAG^ 

50500 

AGITCTAGGGCACCAGAGCCCTTCTTCTGATCTCTGCAAGCACTG^ 



. 50600 

AGACAACCrrTACACCCACCCAGAAAGACTCAGCGCTAAGGGAGATGGCTGTCCCTAATGTGAAT^^ 



E L Y S Q> 



<5*annR.2 
I 

I 50700 
AGCAAGTCACACTGCAAACAGCACAAGTGAGGGACATQGGAAGAACTCTACCCTGaVC^ 
TCGTTCAGTGTCAanTrGTCGTGTTCACTCCCTCT 

ASHTANSTSEGHGKNSTLHNKFDTI I LPVLYLV> 



>7tin 
I 

I 50800 

ATCTTTGTGGCAAGCATCCTGCTGAACGGTCrrGGCCGT^^ 
TAGAAACACCGTTOn'AGGACGACTIXXrCAGACCGGCACACCTAGAAGAAGG^ 
IFVASILLNGLAVWIPFHIRNKTSPIFYLKNIV> 



50900 

TAGCTGACCTCATCATGACCCTGACATTCCCATTCCGAATAGTCCGTt» 
ATCGACTGGAGTAGTACTGGGACTGTAAGGGTAAGGCITATCAGGCACTAamXrrAAGCC^^ 

VADLIMTLTFPFRIVRDAGPGPWYFEFILCRYTS> 



51000 

A G - ri - riXJri CTATGCAAACATGTATACATCTATC U ' lVlTlVnXJ ^^ 
TCAAAACAAGATACGITTGTACATATGTAGATAGCACAAAGAACCCGACTAGTC^^ 

VLPYANMYTSIVFLGLISVDRYLKVVKPPGDSR> 



51100 

ATGTACAGCATAACCTTCACCAAAGTrrTAT<a G141^ ' li;mXj GGTXa^ 
TACATGTCGTATTGGAAG'lX J G- m tJVAAATAgltaUVA 
MySITPTKVLSVCVWVIMAILSLPMIILTNGQP> 
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5 

10 
15 
20 
25 
30 
35 
40 
45 
50 
55 
60 
65 
70 
75 
80 
85 
90 



51200 

CTAAGGAAAATATTCATGACTGCATGAfUVCTOWVAAGTCCGCTGGGAGCC^ 
GATTCCTTTTATAAGTACTGACGTACTTTGAGTTTTCACX^ 

TKENIHDCMKLKSPLGAKWHHAVTYVDSCLFVAV> 



51300 

GCTX3GTGATCClX»TTGGATGCTACATAGCCATCrCCAGATACATCCACAA^ 
CGACCACTAGGACTAACCTACGATGTATCGGTAGAGGTCTATGTAGGTGTTTAGGTC^ 

LVILIGCYIAISRYIHKSSRQFISQSSRKRKHN> 



>792F 
I 

I 51400 
CAGAGCATCCGCGTGGTCGTGG ClVmrrrnT ACCTGCTTCCTCCCGTAT^ 
GTCTCGTAGGCGCACCAGCACCGACACAAAAAATGGACGAAGGAGGGCATAGTGAACACGTC^^ 
QS IRVVVAVFFTCPLPYHLCRI PFTFSNLDRLL> 



51500 

ATGAATCAGCACATAAAATCCTCTACTATTGCAAAGAAATGACACTTTT^^ 
TACTTAGTCGTGTATTTTAGGAGATGATAACGTTTCTTTACIXn^ 

DESAHKILYYCKENTLFLSACNVCLDPIIYFFHC> 



<1014R 
I 

I 51600 

TAAGTCATTTTCAAGAAGGTTATTCAAGAAATCAAACATAAGAACCAGGAGCG^^ 
ATTCAGTAAAAGTTCTTCCAATAAGTTCTrrAGTTTGTATTCTTG^ 

KSFSRRLFKKSNIRTRSESIRSLQSVRRSEVRZ> 



51700 

TATTATGACTACACTGATGTGTAAGGACTAGAGGCCAGGGAGCCTTTTCTATT^^ 
YYDYTDV*> 



>hetF 
I 

I 51800 

TTGGCTGAAGCCCATCAAAAACACAA(jmTriUGGlTit;m^^^^ 

AACCGACTTCGGGTA U ' mTlXilXjTi 'CAAAAAACXXauUVCAAACJUU^ 

3 > 

>3 •arm_in!lc3 
I 

>3 'armF 
I 

I 51900 

AAAAAAACATTAGGJUMCAAAAAATTGTCGGATCGATTGGAGCCTGCGGAGGTGG^ 
TTTTTTTGTAATCCTTTCnTrTTTAACAGCCrAGC^ 

<hetR 
I 

I 52000 
TGGAACTCACTCACTGCTGCTATGJUVGTCACTTCTCTAGAGAAC^^ 
ACCTTGAGTGAGTGACGACGATACTI^GTOAAGACATCTC^^ 

52100 

GAATTCTAGCTACCTAGCCCCGTTTGGCCATTTCCCCTCAGTGCACTTAT^ 
CTTAAGATCGATGC^TCGGGGCAAACOKn'AAAGGOGAGTCAanX^AT^^ 

52200 

AAGTCCATCCACGGTTTCACAGTACATACXX^TGCTCTCACCACCAACT 
TTCAGGTAGGTXX:CAAAGTGTCATGTATGACTACGACa G lSX-iXXfn^ 

52300 

AAAAGTTTCTGCTATAACATCCAATTAATATrTGCCAGTATTTTCATC^^ 
TTTTCAAAGACXSATATTCTAGGTTAATTATAAAOGGTCATAAAAGTAGAAACT^^ 

52400 

TATCCCCAACAAGAATATCAGTAGTTTAGCTATGCAACrrGTAAAATGAA^ 
ATACGG G " riVritriT ATAGTCATCAAATCGATAC(nTGACATm 

52500 

GTTCGGCTA rmVirinUlX :CAATAATGCACTrTTtaATGA Cn 
CAAGCOIATAAAAGAGAAACX^GTTATTACGTGAAAACTTACTGAAACAAGGj^^ 
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I 52600 

AAAAAAATATATTGCATTTATTTTTCGGOGGGGAGGGGATGGGATTTGTGCATOT 
TTTTTTTATATAACGTJUU^TAAAAAGCCCXXXXrrCCOT 

52700 

TCTCTCCTCCCAACATGTGGGGTTTAAGACTrACCTCAGGTCCnx:AGACT^^ 
AGAQAGGAGGGTTGTACACCCCAAATTCTGAATGGAGTCCAGGAGTCTGAACCT^^ 

52800 

TTTTTAACACGGTACTGTGATCItXIAGCAAACATTAACAGGAAGAGTTA 
AAAAATIXntXXa^TGACACTAGALVlXAJmif r AAriVltJCriX^^ 

52900 

GGGTGAAAGAACCTGAAATCaVGATGAAGTTGGGCATGGTAGCATGCCCCTGTAATCTCC^ 



53000 

TCC»GAAACTACAGCCCAGCCAGCTGGGCACAT6CAGCAGTX3AACX»GAAGGGC^ 
AGGCCTTTGATGTCGGGTCXXnCGACCanGTACGTC^ 

> 
I 

I 53100 
GO^TACACACACACATACACACACACACACACACACACACACACACACACACACAaATTAl^ 
CGTATGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTC 

53200 

TATAACTGACTACTTCAGTTACGTTCTAGCAAATTGCACAAITCTGAGGCTTC^ 
ATATTGACTGATGAAGTCAATGCAAGATCGTTTAACGTGTTAAGACTCCGAACTC^ 

53300 

AGGCACAGAAGCAGTCTAAAGGTCCAGCCCACTGAGGAAACATCXXZAATTTrAGCA^ 
TCCGTGTCTTCGTCACATTTCCAG<nx:GGGTGACTCCTITGTACGGTrA^ 

53400 

CAAAATATTACTCTCTCAAGATCTCAGCrrcCCrAAACAAAATGACrrCT^ 
GTTTTATAATGAGAGAGTTCTAGAGTCGAGGGATTTCnTTTACT^^ 

53500 

CAGOVCCCAATGTGTGATACTAAGTAGGTCAACy^CTGTTTTAGGTCAGGGGAT^ 
GTCGTGGGTTACACACTATGATTCATCCAGTTGTGACAAAATCCAGTCCCCTACTCTCGT^ 

53600 

GCAGGATGAGACTCAGCTACCTTAACATGAAGGAAGAACAACAATGCTGCGGGAAAGTCCTT^^ 
anXXTACrCTGAGTCGATGGAATTGTACTTCC^^ 

53700 

CAGCTCGGTGCCTAGTCAGAGCACTCAGGAACAACATTATAAGCTTCGGTACTGGGG^ 
GTCGAGCCACGGATCAGTCTCGTGAGTCCTTGTTGTAATATTCGAAGCC^ 

53800 

TTC CiTCTi rCATCAQCCaGTTCTCTGCAGCACTGCAGCCCACCAGGGTTTCT 



53900 

TTTAAAATTATGTTAAATCTCATTTGCPCTCTCTAAGTTGGCTACC 

AAATTTTAATACAATTTAGAGTAAACGAGAGAGATTCAACCGATGGGGACACCAATAACCCGT^ 

54000 

TATTGTTAAATCAGTGGCACAACTCCAAACATCXSACTTACAAAAGAGTGGTCGGA^ 
ATAACAATTTAGTCACCGTGTTGAGGTTIXn'AGCTGAATGTTrTC^ 

54100 

CAGCTCCTATTTTGCATCAATACCCCAAACCGAGTTAGCCAGAACCAACCCrGAACAA 
GTCGAGGATAAAACGTAGTTATGGGGTTTGGCTCAATCGGTCTTGGT^^ 

> 
I 

54200 

TCCCACTOUUMnXSGAGAAATTATAAATTCTCnTrGA 
AGGGTGAGTTTCACCTCTTTAATATTTAAGACAAACTACCGAAAGATGTCA 

54300 

CjriXsltiiAAACCri'lATi'iXxAAA'il'tyriXt^ 
CAACa CVri^ GAAATAAACTTTAACAACACTTGTCTCI^ 

<3'annR.3 
I 

154400 

GATTTTCTATATTATAATCACAAACTCATGTTGCTTCATGTGCGGC^ 
CTAAAAGATATAATATTA(nxnTTGAGTACAACGAAGTACAaX:CGGAGGGTACGTTG^ 

<:3'scr.3 >3'prP.3 
i I 

1 I 54500 

CCCTACAGCCTATCACAGGGTGGCACTTGTGCTATCATGGCAGACTTTJ^ 
GGGATGTCGGATAGTGTCCCACCGTGAACACGATAGTACCGTCTGAAATCI^^ 

54600 

CAGGTAAAATITTACAATACAGGAATAAATACCATATTCATTCTTTC^ 
GTCCATTTTAAAATGTTATGTCCITATTrATGGTATAAGTAAGAAAGAA 



54700 



P11369WOMowgli 
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AAGAAACTGACCTCACATATAAACAGCTCAATTGATTAAACCACTTCATAACTTCT^ 
TTCTTTGACTXSGAGTOTATATTTGTCGAGTTAACTAATT^^ 

5 <3'prR.3 > 

I I 

I I 54800 

AAGCTTCAAACftCAGTGCCTAGAGAAGACJ^CATTAAATTAGATAAAATACTC^ 
TTCGAAG'iVXXJlXJIXaCGGATCTCriXriVlXJ'rAATTTAATCT 



